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<210> 1 

<211> 1070 

<212> PRT 

<213> Homo Sapiens 

<400> 1 

Met Gly Ala Ala Arg Gly Ser Pro Ala Arg Pro Arg Arg Leu Pro Leu 
15 10 15 

Leu Ser Val Leu Leu Leu Pro Leu Leu Gly Gly Thr Gin Thr Ala lie 
20 25 30 

Val Phe lie Lys Gin Pro Ser Ser Gin Asp Ala Leu Gin Gly Arg Arg 
35 40 45 

Ala Leu Leu Arg Cys Glu Val Glu Ala Pro Gly Pro Val His Val Tyr 
50 55 60 

Trp Leu Leu Asp Gly Ala Pro Val Gin Asp Thr Glu Arg Arg Phe Ala 
65 70 . 75 80 

Gin Gly Ser Ser Leu Ser Phe Ala Ala Val Asp Arg Leu Gin Asp Ser 
85 90 95 

Gly Thr Phe Gin Cys Val Ala Arg Asp Asp Val Thr Gly Glu Glu Ala 
100 105 110 

Arg Ser Ala Asn Ala Ser Phe Asn He Lys Trp He Glu Ala Gly Pro 
115 120 125 

Val Val Leu Lys His Pro Ala Ser Glu Ala Glu He Gin Pro Gin Thr 
130 135 140 

Gin Val Thr Leu Arg Cys His He Asp Gly His Pro Arg Pro Thr Tyr 
145 150 155 160 

Gin Trp Phe Arg Asp Gly Thr Pro Leu Ser Asp Gly Gin Ser Asn His 
165 170 175 

Thr Val Ser Ser Lys Glu Arg Asn Leu Thr Leu Arg Pro Ala Gly Pro 
180 185 190 

Glu His Ser Gly Leu Tyr Ser Cys Cys Ala His Ser Ala Phe Gly Gin 
195 200 205 
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Ala Cys Ser Ser Gin Asn Phe Thr Leu Ser He Ala Asp Glu Ser Phe 
210 215 • 220 

Ala Arg Val Val Leu Ala Pro Gin Asp Val Val Val Ala Arg Tyr Glu 
225 230 235 240 

Glu Ala Met Phe His Cys Gin Phe Ser Ala Gin Pro Pro Pro Ser Leu 
245 250 255 

Gin Trp Leu Phe Glu Asp Glu Thr Pro He Thr Asn Arg Ser Arg Pro 
260 265 270 

Pro His Leu Arg Arg Ala Thr Val Phe Ala Asn Gly Ser Leu Leu Leu 
275 280 285 

Thr Gin Val Arg Pro Arg Asn Ala Gly He Tyr Arg Cys He Gly Gin 
290 295 300 

Gly Gin Arg Gly Pro Pro He He Leu Glu Ala Thr Leu His Leu Ala 
305 310 315 320 

Glu lie Glu Asp Met Pro Leu Phe Glu Pro Arg Val Phe Thr Ala Gly 
325 330 335 

Ser Glu Glu Arg Val Thr Cys Leu Pro Pro Lys Gly Leu Pro Glu Pro 
340 345 - 350 

Ser Val Trp Trp Glu His Ala Gly Val Arg Leu Pro Thr His Gly Arg 
355 360 365 

Val Tyr Gin Lys Gly His Glu Leu Val Leu Ala Asn He Ala Glu Ser 
370 375 380 

Asp Ala Gly Val Tyr Thr Cys His Ala Ala Asn Leu Ala Gly Gin Arg 
385 390 395 - 400 

Arg Gin Asp Val Asn He Thr Val Ala Thr Val Pro Ser Trp Leu Lys 
405 410 " 415 

Lys Pro Gin Asp Ser Gin Leu Glu Glu Gly Lys Pro Gly Tyr Leu Asp 
420 425 430 

Cys Leu Thr Gin Ala Thr Pro Lys Pro Thr Val Val Trp Tyr Arg Asn 
435 440 445 

Gin Met Leu He Ser Glu Asp Ser Arg Phe Glu Val Phe Lys Asn Gly 
450 455 460 

Thr Leu Arg He Asn Ser Val Glu Val Tyr Asp Gly Thr Trp Tyr Arg 
465 470 475 480 

Cys Met Ser Ser Thr Pro Ala Gly Ser He Glu Ala Gin Ala Arg Val 
. 485 490 495 

Gin Val Leu Glu Lys Leu Lys Phe Thr Pro Pro Pro Gin Pro Gin Gin 
500 505 510 

Cys Met Glu Phe Asp Lys Glu Ala Thr Val Pro Cys Ser Ala Thr Gly 
515 520 525 

Arg Glu Lys Pro Thr He Lys Trp Glu Arg Ala Asp Gly Ser Ser Leu 
530 535 540 



Pro Glu Trp Val Thr Asp Asn Ala Gly Thr Leu His Phe Ala Arg Val 
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545 



550 



555 



560 



Thr Arg Asp Asp Ala Gly Asn Tyr Thr Cys lie Ala Ser Asn Gly Pro 
565 570 575 

Gin Gly Gin He Arg Ala His Val Gin Leu Thr Val Ala Val Phe He 
580 585 590 

Thr Phe Lys Val Glu Pro Glu Arg Thr Thr Val Tyr Gin Gly His Thr 
595 600 605 

Ala Leu Leu Gin Cys Glu Ala Gin Gly Asp Pro Lys Pro Leu He Gin 
610 615 620 

Trp Lys Gly Lys Asp Arg He Leu Asp Pro Thr Lys Leu Gly Pro Arg 
625 630 635 640 

Met His He Phe Gin Asn Gly Ser Leu Val He His Asp Val Ala Pro 
645 650 655 

Glu Asp Ser Gly Arg Tyr Thr Cys He Ala Gly Asn Ser Cys Asn He 
660 665 670 

Lys His Thr Glu Ala Pro Leu Tyr Val Val Asp Lys Pro Val Pro Glu 
675 680 685 

Glu Ser Glu Gly Pro Gly Ser Pro Pro Pro Tyr Lys Met He Gin Thr 
690 695 700 

He Gly Leu Ser Val Gly Ala Ala Val Ala Tyr He He Ala Val Leu 
705 710 715 720 

Gly Leu Met Phe Tyr Cys Lys Lys Arg Cys Lys Ala Lys Arg Leu Gin 
725 730 735 

Lys Gin Pro Glu Gly Glu Glu Pro Glu Met Glu Cys Leu Asn Gly Gly 
740 745 750 

Pro Leu Gin Asn Gly Gin Pro Ser Ala Glu lie Gin Glu Glu Val Ala 
755 760 765 

Leu Thr Ser Leu Gly Ser Gly Pro Ala Ala Thr Asn Lys Arg His Ser 
770 775 780 

Thr Ser Asp Lys Met His Phe Pro Arg Ser Ser Leu Gin Pro He Thr 
785 790 795 800 

Thr Leu Gly Lys Ser Glu Phe Gly Glu Val Phe Leu Ala Lys Ala Gin 
805 810 815 

Gly Leu Glu Glu Gly Val Ala Glu Thr Leu Val Leu Val Lys Ser Leu 
820 825 830 

Gin Thr Lys Asp Glu Gin Gin Gin Leu Asp Phe Arg Arg Glu Leu Glu 
835 840 845 

Met Phe Gly Lys Leu Asn His Ala Asn Val Val Arg Leu Leu Gly Leu 
850 855 860 

Cys Arg Glu Ala Glu Pro His Tyr Met Val Leu Glu Tyr Val Asp Leu 
865 870 875 880 

Gly Asp Leu Lys Gin Phe Leu Arg He Ser Lys Ser Lys Asp Glu Lys 



885 



890 



895 
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Leu Lys Ser Gin Pro Leu Ser Thr Lys Gin Lys Val Ala Leu Cys Thr 
900 905 910 

Gin Val Ala Leu Gly Met Glu His Leu Ser Asn Asn Arg Phe Val His 
915 920 925 

Lys Asp Leu Ala Ala Arg Asn Cys Leu Val Ser Ala Gin Arg Gin Val 
930 935 940 

Lys Val Ser Ala Leu Gly Leu Ser Lys Asp Val Tyr Asn Ser Glu Tyr 
945 950 955 960 

Tyr His Phe Arg Gin Ala Trp Val Pro Leu Arg Trp Met Ser Pro Glu 
965 970 975 

Ala He Leu Glu Gly Asp Phe Ser Thr Lys Ser Asp Val Trp Ala Phe 
980 985 990 

Gly Val Leu Met Trp Glu Val Phe Thr His Gly Glu Met Pro His Gly 
995 1000 1005 

Gly Gin Ala Asp Asp Glu Val Leu Ala Asp Leu Gin Ala Gly Lys 
1010 1015 1020 

Ala Arg Leu Pro Gin Pro Glu Gly Cys Pro Ser Lys Leu Tyr Arg 
1025 1030 1035 

Leu Met Gin Arg Cys Trp Ala Leu Ser Pro Lys Asp Arg Pro Ser 
1040 1045 1050 

Phe Ser Glu He Ala . Ser Ala Leu Gly Asp Ser Thr Val Asp Ser 
1055 1060 1065 

Lys Pro 
1070 



<210> 2 

<211> 4191 

<212> DNA 

<213> Homo Sapiens 

<400> 2 

cgcctcggga cgcctcgggg tcgggctccg gctgcggctg ctgctgcggc gcccgcgctc 60 

cggtgcgctc cgcctcctgt gcccgccgcg gagcgcagtc tgcgcgcccg ccgtgcgccc 120 

tcagctcctt ttcctgagcc cgccgcgatg ggagctgcgc ggggatcccc ggccagaccc 180 

cgccggttgc ctctgctcag cgtcctgctg ctgccgctgc tgggcggtac ccagacagcc 240 

attgtcttca tcaagcagcc gtcctcccag gatgcactgc aggggcgccg ggcgctgctt 300 

cgctgtgagg ttgaggctcc gggcccggta catgtgtact ggctgctcga tggggcccct 360 

gtccaggaca cggagcggcg tttcgcccag ggcagcagcc tgagctttgc agctgtggac 420 

cggctgcagg actctggcac cttccagtgt gtggctcggg atgatgtcac tggagaagaa 480 

gcccgcagtg ccaacgcctc cttcaacatc aaatggattg aggcaggtcc tgtggtcctg 540 

aagcatccag cctcggaagc tgagatccag ccacagaccc aggtcacact tcgttgccac 600 

attgatgggc accctcggcc cacctaccaa tggttccgag atgggacccc cctttctgat 660 
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ggtcagagca 


accacacagt 


cagcagcaag 


gagcggaacc 


tgacgctccg 


gccagctggt 


720 


cctgagcata 


gtgggctgta 


ttcctgctgc 


gcccacagtg 


cttttggcca 


ggcttgcagc 


780 


agccagaact 


tcaccttgag 


cattgctgat 


gaaagctttg 


ccagggtggt 


gctggcaccc 


840 


caggacgtgg 


tagtagcgag 


gtatgaggag 


gccatgttcc 


attgccagtt 


ctcagcccag 


900 


ccacccccga 


gcctgcagtg 


gctctttgag 


gatgagactc 


ccatcactaa 


ccgcagtcgc 


960 


cccccacacc 


tccgcagagc 


cacagtgttt 


gccaacgggt 


ctctgctgct 


gacccaggtc 


1020 


cggccacgca 


atgcagggat 


ctaccgctgc 


attggccagg 


ggcagagggg 


cccacccatc 


1080 


atcctggaag 


ccacacttca 


cctagcagag 


attgaagaca 


tgccgctatt 


tgagccacgg 


1140 


gtgtttacag 


ctggcagcga 


ggagcgtgtg 


acctgccttc 


cccccaaggg 


tctgccagag 


1200 


cccagcgtgt 


ggtgggagca 


cgcgggagtc 


cggctgccca 


cccatggcag 


ggtctaccag 


1260 


aagggccacg 


agctggtgtt 


ggccaatatt 


gctgaaagtg 


atgctggtgt 


ctacacctgc 


1320 


cacgcggcca 


acctggctgg 


tcagcggaga 


caggatgtca 


acatcactgt 


ggccactgtg 


1380 


ccctcctggc 


tgaagaagcc 


ccaagacagc 


cagctggagg 


agggcaaacc 


cggctacttg 


1440 


gattgcctga 


cccaggccac 


accaaaacct 


acagttgtct 


ggtacagaaa 


ccagatgctc 


1500 


atctcagagg 


actcacggtt 


cgaggtcttc 


aagaatggga 


ccttgcgcat 


caacagcgtg 


1560 


gaggtgtatg 


atgggacatg 


gtaccgttgt 


atgagcagca 


ccccagccgg 


cagcatcgag 


1620 


gcgcaagccc 


gtgtccaagt 


gctggaaaag 


ctcaagttca 


caccaccacc 


ccagccacag 


1680 


cagtgcatgg 


agtttgacaa 


ggaggccacg 


gtgccctgtt 


cagccacagg 


ccgagagaag 


1740 


cccactatta 


agtgggaacg 


ggcagatggg 


agcagcctcc 


cagagtgggt 


gacagacaac 


1800 


gctgggaccc 


tgcattttgc 


ccgggtgact 


cgagatgacg 


ctggcaacta 


cacttgcatt 


1860 


gcctccaacg 


ggccgcaggg 


ccagattcgt 


gcccatgtcc 


agctcactgt 


ggcagttttt 


1920 


atcaccttca 


aagtggaacc 


agagcgtacg 


actgtgtacc 


agggccacac 


agccctactg 


1980 


cagtgcgagg 


cccaggggga 


ccccaagccg 


ctgattcagt 


ggaaaggcaa 


ggaccgcatc 


2040 


ctggacccca 


ccaagctggg 


acccaggatg 


cacatcttcc 


agaatggctc 


cctggtgatc 


2100 


catgacgtgg 


cccctgagga 


ctcaggccgc 


tacacctgca 


ttgcaggcaa 


cagctgcaac 


2160 


atcaagcaca 


cggaggcccc 


cctctatgtc 


gtggacaagc 


ctgtgccgga 


ggagtcggag 


2220 


ggccctggca 


gccctccccc 


ctacaagatg 


atccagacca 


ttgggttgtc 


ggtgggtgcc 


2280 


gctgtggcct 


acatcattgc 


cgtgctgggc 


ctcatgttct 


actgcaagaa 


gcgctgcaaa 


2340 


gccaagcggc 


tgcagaagca 


gcccgagggc 


gaggagccag 


agatggaatg 


cctcaacggt 


2400 


gggcctttgc 


agaacgggca 


gccctcagca 


gagatccaag 


aagaagtggc 


cttgaccagc 


2460 


ttgggctccg 


gccccgcggc 


caccaacaaa 


cgccacagca 


caagtgataa 


gatgcacttc 


2520 


ccacggtcta 


gcctgcagcc 


catcaccacg 


ctggggaaga 


gtgagtttgg 


ggaggtgttc 


2580 


ctggcaaagg 


ctcagggctt 


ggaggaggga 


gtggcagaga 


ccctggtact 


tgtgaagagc 


2640 
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ctgcagagca 


aggatgagca 


gcagcagctg 


gacttccgga 


gggagttgga 


gatgtttggg 


2700 


aagctgaacc 


acgccaacgt 


ggtgcggctc 


ctggggctgt 


gccgggaggc 


tgagccccac 


2760 


tacatggtgc 


tggaatatgt 


ggatctggga 


gacctcaagc 


agttcctgag 


gatttccaag 


2820 


agcaaggatg 


aaaaattgaa 


gtcacagccc 


ctcagcacca 


agcagaaggt 


ggccctatgc 


2880 


acccaggtag 


ccctgggcat 


ggagcacctg 


tccaacaacc 


gctttgtgca 


taaggacttg 


2940 


gctgcgcgta 


actgcctggt 


cagtgcccag 


agacaagtga aggtgtctgc 


cctgggcctc 


3000 


agcaaggatg 


tgtacaacag 


tgagtactac 


cacttccgcc 


aggcctgggt 


gccgctgcgc 


3060 


tggatgtccc 


ccgaggccat 


cctggagggt 


gacttctcta 


ccaagtctga 


tgtctgggcc 


3120 


ttcggtgtgc 


tgatgtggga 


agtgtttaca 


catggagaga 


tgccccatgg 


tgggcaggca 


3180 


gatgatgaag 


tactggcaga 


tttgcaggct 


gggaaggcta 


gacttcctca 


gcccgagggc 


3240 


tgcccttcca 


aactctatcg 


gctgatgcag 


cgctgctggg 


ccctcagccc 


caaggaccgg 


3300 


ccctccttca 


gtgagattgc 


cagcgccctg 


ggagacagca 


ccgtggacag 


caagccgtga 


3360 


ggagggagcc 


cgctcaggat 


ggcctgggca 


ggggaggaca 


tctctagagg 


gaagctcaca 


3420 


gcatgatggg 


caagatccct 


gtcctcctgg 


gccctgaggc 


ccctgcccta 


gtgcaacagg 


3480 


cattgctgag 


gtctgagcag 


ggcctggcct 


ttcctcctct 


tcctcaccct 


catcctttgg 


3540 


gaggctgact 


tggacccaaa 


ctgggcgact 


aqqqctttqa 


gctgggcagt 


ttcccctgcc 


3600 


acctcttcct 


ctatcaggga 


cagtgtgggt 


gccacaggta 


accccaattt 


ctggccttca 


3660 


acttctcccc 


ttgaccgggt 


ccaactctgc 


cactcatctg 


ccaactttgc 


ctggggaggg 


3720 


ctaggcttgg 


gatgagctgg 


gtttgtgggg 


agttccttaa 


tattctcaag 


ttctgggcac 


3780 


acagggttaa 


tgagtctctt 


cgcccactgg 


tcccacttgg 


gggtctagac 


caggattata 


3840 


gaggacacag 


caagtgagtc 


ctccccactc 


tgggcttgtg 


cacactgacc 


cagacccacg 


3900 


tcttccccac 


ccttctctcc 


tttcctcatc 


ctaagtgcct 


ggcagatgaa 


ggagttttca 


"3 O C A 

3960 


ggagcttttg 


acactatata 


aaccgccctt 


tttgtatgca 


ccacgggcgg 


cttttatatg 


4020 


taattgcagc 


gtggggtggg 


tgggcatggg 


aggtaggggt 


gggccctgga 


gatgaggagg 


4080 


gtgggccatc 


cttaccccac 


acttttattg 


ttgtcgtttt 


ttgtttgttt 


tgtttttttg 


4140 


tttttgtttt 


tgtttttaca 


ctcgctgctc 


tcaataaata 


agcctttttt 


a 


4191 



<210> 3 

<211> 22 

<212> DNA 

<213> Homo Sapiens 

<400> 3 

cagccagaac ttcaccttga gc 22 



<210> 4 
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<211> 22 

<212> DNA 

<213> Homo Sapiens 

<400> 4 

catgggagtc tcatcctcaa ag 22 



<210> 5 

<211> 14 

<212> PRT 

<213> Homo Sapiens 

<400> 5 

Lys Gly Lys Asp Arg lie Leu Asp Pro Thr Lys Leu Gly Pro 
15 10 



<210> 6 

<211> 14 

<212> PRT 

<213> Homo Sapiens 

<400> 6 

lie Ser Lys Ser Lys Asp Glu Lys Leu Lys Ser Gin Pro Leu 
1 5 10 
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